Value of the data
The data provides the information about female to male ratio in the 21-Hydroxylase deficient CAH patients which could be compared to other studies.
The data supports that level of 17-α-OHP in classical CAH patients is higher than non classical CAH patients as mentioned by other researchers and clinicians.
The sequence of the primers mentioned would help other researchers to identify common and novel mutations in CYP21A2 gene.
Data
Congenital Adrenal Hyperplasia is an autosomal recessive disorder mainly caused by defects in 21-Hydroxylase gene (CYP21A2) which codes for 21-Hydroxylase enzyme [2] . Figs. 1-3 and Table 1 indicate ratio of patients (males and females) in classical (SW, SV) and non classical CAH and the associated level of 17-α-OHP which is the substrate of 21-Hydroxylase enzyme. The major diseasecausing mutations in CYP21A2 (functional gene) are transferred from CYP21A1P (pseudogene) due to unequal crossing over during meiosis or apparent gene conversion events [3] , macro or microconversion events [4] . Tables 1-5 elucidate the age of the CAH patients in the classical and nonclassical CAH, the primer sequences which were used for detection of the common mutations, polymorphisms and novel mutations in the CYP21A2 gene. The novel mutations were detected at the frequency of 3%-5% when large cohorts were investigated [5] (Table 6 ).
Experimental design

Sample collection
The patients were categorized into 3 types viz., Salt Wasting (SW), Simple Virilizing (SV) and non classical (NC). CAH patients had varied age groups among the 3 types. 
17-α-OHP measurement
17-α-OHP was measured in the serum samples of the CAH patients by enzyme-linked immunesorbent assay (ELISA), based on the principle of competitive binding.
Identification of common mutations, polymorphisms and novel mutations
DNA was isolated by the standard protocols [6] . The common mutations, polymorphisms and the novel mutations were detected the 110 alleles [1] . Various mutations were present at different Table 2 Oligonucleotides (primers) used to amplify the CYP21A2 gene including exon-intron boundaries. Column 1 is primer code, column 2 is primer sequence, column 3 is PCR product size (bp), Column 4 is mutation detected and column 5 is annealing temperatures(°C). frequencies in our population [1] . The genotype of the patients and the affected no of alleles were detected in the present study (Figs. 4, 5 ). The prevalence of common mutations in 3 sub-types of CAH were also studied in present study (Fig. 6) . 
